Pairwise comparisons of taxonomic bins between technical replicates for each sample are displayed by a different color/symbol per sample. The V1-V2 region of the 16s rRNA gene from each sample was amplified with two different sets of barcoded primers. The sequence data was processed and taxonomic assignments were performed (see Methods). Sequence counts for each taxonomic bin were log-transformed and plotted for all pairwise comparisons of the two technical repeats for each sample. Taxonomic bins falling above the red lines indicate those with a correlation >0.97 between replicates and correspond to having at least 20 reads per bin. Thus, OTUs with at least 20 reads per bin and occurring in at least 20 animals were chosen to comprise the "Core Measurable Microbiota" (CMM).
